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This is a list of publications by students in the Werner H. Kirsten Student Intern Program.

• R. Mike Stephens [1, 2, 3]

• Nate Herman [4]

• Mark Shaner [5]

• Stacy Bartram [6]

• Elaine Bucheimer [7]

• Ryan Shultzaberger [8, 7, 9, 10, 11].

• Karen Lewis [12, 10].
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